Abstract
coordinates. Both tools require reformatting a reference genome annotation in order to 33 enable their mapping. 34 We developed PoGo to allow direct mapping to reference annotations and improve speed 35 and quality of mapping. PoGo leverages the annotated protein coding sequences (CDS) 36 together with a reference protein sequence database (protein-DB) to map peptides to their 37 genomic loci. Firstly, PoGo maps the genomic coordinates of CDSs onto the protein ( Figure   38 1), thereby connecting the protein sequences to the genomic coordinate space. Database 39 search tools enable peptides to be identified from MS using a protein-DB. 5 By using the (memory error after 9,064 seconds), respectively, and required 20% less memory compared 58 to PGx (9.7 GB and 11.9 GB respectively). These data show a major improvement of speed 59 and memory usage in addition to application with a readily available reference annotation.
60
In total 89% of mappings are common between PoGo and PGx. The 10.5% uniquely reported 61 by PGx can be explained by shifting into the correct frame, indicating incorrect assignment.
62
PoGo resulted in 89 completely unique mappings, 72 of these can be attributed to residues, full tryptic peptides, a maximum of two missed cleavages). 
